Bladder cancer (BC) is still characterized by a very high death rate in patients with this disease. One of the reasons for this is the lack of adequate markers which could help determine the biological potential of the tumor to develop into its invasive stage. It has been found that some microRNAs (miRNAs) correlate with disease progression. The purpose of this study was to identify which miRNAs can accurately predict the presence of BC and can differentiate low grade (LG) tumors from high grade (HG) tumors. The study included 55 patients with diagnosed bladder cancer and 30 persons belonging to the control group. The expression of seven selected miRNAs was estimated with the real-time PCR technique according to miR-103-5p (for the normalization of the results). Receiver operating characteristics (ROC) curves and the area under the curve (AUC) were used to evaluate the feasibility of using selected markers as biomarkers for detecting BC and discriminating non-muscle invasive BC (NMIBC) from muscle invasive BC (MIBC). For HG tumors, the relevant classifiers are miR-205-5p and miR-20a-5p, whereas miR-205-5p and miR-182-5p are for LG (AUC = 0.964 and AUC = 0.992, respectively). NMIBC patients with LG disease are characterized by significantly higher miR-130b-3p expression values compared to patients in HG tumors.
Introduction
Bladder cancer (BC) is characterized by the high rate of non-muscle invasive BC (NMIBC) at the moment of diagnosis (75-80%) [1, 2] . Transitional cell carcinoma (TCC) constitutes the majority of the urothelial carcinoma of the bladder. There are two described alternative molecular pathways of developing BC, characterized by different genetic changes and different biological potentials. The first alternative includes changes of papillary and an always non-invasive character, while the other alternative can be either papillary or non-papillary and is often invasive (into the lamina propria-T1 stage; or muscularis propria-T2 stage) [3, 4] . Patients suffering from muscle invasive BC (MIBC) at the moment of the initial diagnosis are treated with radical cystectomy (RC). This is not the optimal solution, as patients' quality of life after RC is low and a high rate of relapse and death has been observed within a short period of time after operation [5, 6] . As far as patients with NMIBC are concerned, it is impossible to predict which of them will have disease progression. In consequence, they undergo systematic cystoscopy examinations aimed at assessing the disease development stage. This also decreases patients' quality of life (time in hospital, stress, uncertainty connected with another examination) and generates enormous costs for the health care [7] . MicroRNAs (miRNAs) are known to be dysregulated in bladder cancer (BC) and implicated in the pathogenesis of the development of bladder tumors mostly via their influence on genes involved in two molecular pathways, specifically the gene which codes fibroblast growth factor receptor 3 (FGFR3) and the gene which codes tumor protein 53 (TP53). Numerous miRNA studies have identified histological grade and stage (pT) classification-dependent miRNA expression and have proven the existence of miRNAs alterations related to the two divergent pathways found in the development of NMIBC and MIBC [8, 9] . Only a few studies have analyzed miRNA as a prognostic and predictive biomarker [10] [11] [12] . Each miRNA can have multiple targets, and changes in their expression profile could have a magnified effect on cellular phenotype. The previously published studies emphasize the possible prognostic potential of some miRNAs to predict progression and disease specific or overall survival in BC patients. Unfortunately, none of these miRNAs are used in routine practice. This in the result of quite a few factors: Using different platforms for assessing marker expressions, using various biological samples (tissue or cell lines) secured in different ways (paraffin, RNAlater, freezing), and using various normalization methods and reference genes [13] . Some analyses are based on relative expression and others are based on absolute expression. Finally, these factors also include the lack of a control group. That is why we decided to evaluate the expression of selected miRNAs in an adequately selected group of both NMIBC and MIBC patients characterized by the high rate of observed progression.
In tumors, downregulated miRNAs are considered to be tumor suppressor candidates, whereas miRNAs with increased expression may play a promotional role in cancer progression. Potential BC suppressors include miR-100, miR-99a, miR-202, and miR-30a. Some miRNAs, including miR-145-5p (locus on chromosome 5), miR-195, and miR-199a-5p have been shown to inhibit the proliferation of or induce the apoptosis of BC cells [14] . MiR-145-5p appears to play a key role as a tumor suppressor by targeting N-cadherin and its downstream effector matrix metalloproteinase-9 (MMP9), and it is the most frequently reported downregulated miRNA in BC. MiR-205-5p (locus on chromosome 1), miR-182-5p (locus on chromosome 7), mir-130b-3p (locus on chromosome 22), miR-10a-5p and miR-21-5p (loci on chromosome 17), and miR-20a-5p (locus on chromosome 13) are mainly overexpressed in BC tissue. They promote proliferation, migration, and invasion, and they inhibit BC cells apoptosis. The potential target/regulator for miR-130b-3p and miR-205-5p is the PTEN gene (phosphatase and tensin homolog); for miR-182-5p, it is the SMAD4 gene (drosophila protein, mothers against decapentaplegic homolog 4); and for miR-10a-5p, it is the FGFR3 gene [15] . miR-21-5p overexpression is related to TP53 inactivation, invasion, and tumor progression. It has been seen to be simultaneously upregulated in the tissue, plasma and urinary exosomes of BC patients, but its role needs further elucidation. However, there are still conflicting results regarding the function of miRNAs in publications, so, for our analysis, we chose a panel of the best described miRNAs for BC and the miRNAs connected with genes or chromosomes whose genetic alterations are well documented in pathogenesis BC [14, 15] .
Materials and Methods
The tested group consisted of tumor tissue samples stored in the tissue bank in the Clinical Genetics Department, the Chair of Clinical and Laboratory Genetics, Medical University of Lodz. The tumor tissues were obtained during the TURBT (transurethral resection of bladder tumor) examination at the Urology Ward of the University Clinical Hospital Military Memorial Medical Academy in Lodz. Official permission to conduct the tests was granted by the Bioethics Advisory Commission at Lodz Medical University, No. RNN/62/15/ KE/M, and the patients signed consent forms. The tumors selected for RNA isolation were submerged in an RNA later solution (Sigma) and stored at −20 • C before isolation time. The tests were carried out on a group of 55 patients with diagnosed bladder cancer. The clinical and pathological characteristics of the cohorts are summarized in Table 1 and Supplemental Table S1 . All the tumors were of urothelial origin. Only samples with more than 60% tumor content were included in the study. The age range was 44-88 with an average age of 72.8. The majority of the patients were male (45/55-81.7%). Nineteen patients (34.55%) in the group suffered [16, 17] . A progressive disease was defined as a disease that had progressed to stage T2 or higher, the development of nodal or distant metastases, or death. The control group consisted of 30 patients admitted to the urology ward. They underwent control cystoscopy aimed at confirming or excluding tumor changes in the bladder. The examination did not reveal any tumor changes.
A MirVana™ miRNA Isolation Kit (Life Technologies, Cat No. 1560, Foster City, CA, USA) was used to isolate microRNA from the frozen tumor tissues. The whole procedure was carried out in accordance with the instructions of the producers. Briefly: 1 mL of Lysis/Binding buffer was added to each sample (1 mL per 0.1 g of tissue) and homogenized. After that, 100 µL of miRNA Homogenate Additive was added to sample and incubated for 10 min on ice. Next, 1100 µL of acid-phenol:chloroform was mixed with the sample and centrifuged (5 min at 10,000× g). The aqueous phase was transferred to a fresh tube and vortexed with 200 µL of 100% ethanol. A lysate/ethanol mixture was pipetted onto the filter cartridge and centrifuged (15 seconds at 10,000× g). The filtrate was collected, and the step was repeated. After that, 400 µL of 100% ethanol was added to the filtrate, pipetted onto new filter cartridge, and centrifuged in the same condition. Two washing steps were conducted: (1) 700 µL of miRNA Wash Solution 1 was applied to the filter cartridge, and (2) 500 µL of Wash Solution 2 and 3 were applied to the filter cartridge; this was repeated twice (at each step, samples were centrifuged for 15 seconds at 10,000× g). In the last step, 70 µL of the preheated (95 • C) elution solution was applied to the filter cartridge, which was then spun for 30 seconds at 16,000 g. The collected eluate was stored at −20 • C. An additional DNase and digestion step was performed. The obtained microRNA concentrations were monitored using the spectrophotometric method on the NanoDrop ® ND-1000 instrument (NanoDrop Technologies, Wilmington, DE, USA). The purity measurement of the obtained extracts used the relationships A260/230 and A260/280. It is accepted that for good quality nucleic acids, these relationships are, respectively, 1.8-2.2 and 1.8-2.0. The measurement results of the samples selected for further analysis met the required criteria. The purity of the samples was also verified using a Qubit microRNA Assay Kit (Invitrogen, Cat No. Q32880). For reverse transcription, 10 ng of RNA was taken. MiRNAs (hsa-mir-10a, hsa-mir-20a, hsa-mir-21, hsa-mir-130b, hsa-mir-145, hsa-mir-182, hsa-mir-205, and hsa-mir-103) for 55 samples were reverse transcribed using a TaqMan MicroRNA Reverse Transcription Kit (Applied Biosystems Cat No. 4366596) and a 50 nM pool of miRNA specific stem loop primers (Applied Biosystems Cat No. 4427975; details and ID of assays specified in Supplemental Table S2 ) following the manufacturer's protocol (100 mM dNTPs 0,15 µL, MultiScribe™ Reverse Transcriptase, 50 U/µL 1 µL, 10× Reverse Transcription Buffer 1 µL, RNase Inhibitor, 20 U/µL 0,19 µL, and nuclease-free Water 4.16 µL). The reaction mixtures were incubated at 16 • C for 30 min, at 42 • C for 30 min, and at 85 • C for 5 min (Applied Biosystems microAmp Optical 96-well reaction plate Cat No. N8010560, Micro Amp optical adhesive film Cat No. 4311971), and then the products of the reaction were stored at −20 • C until use. Purity and quantity were verified using a Qubit dsDNA HS assay kit (Invitrogen, Cat No. Q32851). Real-time polymerase chain reactions (rt-PCR) were performed on CFX96 (BioRad, Hercules, CA, USA) including related documentation with regard to the specific items of MIQE guidelines ( Supplemental Table S3 ) [18] . Each sample was run in duplicate at a final volume of 18 µL containing 10 µL of TaqMan 2× Universal PCR Master mix II with no UNG (Applied Biosystems Cat No. 4440040), 7 µL of nuclease free water, and 1 µL of TaqMan ® Small RNA Assay (20×). Each PCR included no template control, and all of them were negative. The reaction was heated to 90 • C for 10 min, 55 • C for 2 min, and 72 • C for 2 min, followed by 50 cycles. The mean threshold cycle value (Ct) was used for downstream analyses. miR-103-5p was chosen as an endogenous control. The ∆∆Ct method, also defined as the comparative method, was applied in order to mark the expression level of the examined microRNAs [19] . This method is based on mathematical calculations that enable us to determine the relative difference in the expression level of the tested marker between unknown samples and the reference. The first stage consists of the analysis of the marked Ct (the cycle at which the fluorescence level reaches a certain amount/threshold) in the amplification reaction of the examined microRNAs and control microRNA for both the tested and the control groups. The calculated expression level of each patient was normalized against the endogenous control, which was miR-103a-5p [20] . After that, the difference of the tested and control microRNAs (∆Ct) was calculated for individual samples. The calculations were made for both the unknown and control samples.
(∆Ct) (tested group) = Ct miRNA target -Ct miRNA reference (∆Ct) (control group) = Ct miRNA target -Ct miRNA reference Next, ∆∆Ct was calculated for each sample: ∆∆Ct = ∆Ct (tested samples) -∆Ct (median of the control group) The calculation of the normalized value of the relative expression level (FC) of the tested marker in the tested sample against the control sample was made as follows:
The 2 −∆∆Ct method assumes a uniform PCR amplification efficiency of 100% across all samples. In our study, the efficiency was between 98.9% and 100%.
Data Analysis
The statistical calculations were made using the program STATISTICA 13, Stat-Soft Inc. The differential miRNA expression between bladder cancer cases and controls was determined using Student's t-statistics. In fact, the distribution of variables differed from the standard normal distribution; therefore, non-parametric tests were applied. The analysis of the unrelated variables was made with the Mann-Whitney U test. The value p < 0.05 was accepted as the threshold of statistical difference or correlation significance. Kaplan-Meier analyses with a long-rank test and Cox regression were performed for overall survival time (OS), time to recurrence, and time to progression. The discriminating capacity of miRNAs was assessed by a receiver operating characteristics (ROC) analysis.
Results
In the first stage of the analysis, the relationship between the abnormal expression of selected microRNAs and other clinical parameters was examined. The raw data from the Ct for individual miRNAs were recalculated for fold change (FCmiR) (Supplemental Fata File SF1, Supplemental  Table S4 ). In the case of miR-205-5p, all the patients were classified into the reduced expression (low expression-LE) group, while in the case of miR-130b-3p, miR-20a-5p and miR-10a-5p, all the patients were classified into the increased expression (high expression-HE) group. These miRNAs did not differentiate the patients according to clinicopathological parameters; therefore, only FCmiR145, FCmiR21 and FCmiR182 were selected for further analysis. Table 1 presents the probability values (p) of the relevant statistics used to make conclusions regarding the existence of relationships between individual variables. The analysis was performed depending on the fulfilled assumptions by the a classic Chi 2 test, V-square test (V), or with Yates's correction (Y). There were not any significant correlations observed. Additionally, we did not observe any significant differences for the division of the tested group into Expression 1 (when at least one of the miRNAs indicates abnormal expression) and Expression 2 (when at least two of the analyzed miRNAs show changes). The results are presented in Table 1 .
The next step was comparing differences between the level of expression in different stages (TaT1and T2) or grades (LG and HG tumors). The question that was sought next was whether the selected miRNAs could be prognostic classifiers for patients at different stages or grades of cancer. For this purpose, the patients were divided into two groups: 0-patients with stage T2 or higher; 1-patients with stage Ta or T1. The results are presented in Table 2 and Figure 1 . The parametric t-test tested the one-sided hypothesis that miRNA for TaT1 < miRNA for T2 and above. The remaining p-values were read from the Mann-Whitney U test, which compares distributions (medians). This test is less powerful than the t-test, but it is the only one for non-normal distributions. NMIBC patients (TaT1 in our study) with an LG disease were characterized by significantly higher miR-130b-3p expression values compared to patients with HG tumors. If we consider patients with the LG disease, miR-205-5p, miR-182-5p and miR-20a-5p differentiated this group with BC in stage TaT1 from patients in a higher stage (p < 0.05). If we focus on a group of patients in HG, it is miR-130b-3p which best differentiated patients in terms of stage. To assess the clinical relevance of all miRNAs, a Kaplan-Meier analysis with the log-rank test and Cox regression analyses were performed for overall survival, recurrence-free survival, and progression-free survival (results presented in Table 3 and Figure 2 ). We did not find any significant differences. Univariate Cox regression was performed to assess the factors that affect the risk of progression, recurrence or death (results presented in Table 4 ). It has been shown that the older patients are, the higher the risk of death (increasing each year by 30%). In addition, the risk of death for people with stage T2 of the disease is more than six times higher than for patients in stage Ta or T1. People with disease progression are nine times more likely to die. The increase in the expression of miR-205-5p, miR-145-5p and miR-21-5p makes the risk of death higher by 13%, 0.03%, and 0.009%, respectively (Table 4 ). These percentages result from the interpretation of the hazard ratio (HR) of important risk parameters, for which the Cox regression analysis for OS had p < 0.05. The risk of recurrence in patients in stage Ta is over two times higher than people in stage T1 or T2. In the group of patients with recurrence, the death rate is four times lower. The increased expression of miR-20a-5p and miR-182-5p heightens the risk of recurrence by 5% and 6%, respectively. More advanced age To assess the clinical relevance of all miRNAs, a Kaplan-Meier analysis with the log-rank test and Cox regression analyses were performed for overall survival, recurrence-free survival, and progression-free survival (results presented in Table 3 and Figure 2 ). We did not find any significant differences. Univariate Cox regression was performed to assess the factors that affect the risk of progression, recurrence or death (results presented in Table 4 ). It has been shown that the older patients are, the higher the risk of death (increasing each year by 30%). In addition, the risk of death for people with stage T2 of the disease is more than six times higher than for patients in stage Ta or T1. People with disease progression are nine times more likely to die. The increase in the expression of miR-205-5p, miR-145-5p and miR-21-5p makes the risk of death higher by 13%, 0.03%, and 0.009%, respectively (Table 4 ). These percentages result from the interpretation of the hazard ratio (HR) of important risk parameters, for which the Cox regression analysis for OS had p < 0.05. The risk of recurrence in patients in stage Ta is over two times higher than people in stage T1 or T2. In the group of patients with recurrence, the death rate is four times lower. The increased expression of miR-20a-5p and miR-182-5p heightens the risk of recurrence by 5% and 6%, respectively. More advanced age increases the risk of progression (by 7% each year). This risk is more than three times higher for people in the T2 stage compared to people in the Ta or T1 stages. The next step of the analysis was based on results of the area under receiver-operating characteristic curves (ROC). Based on the data from 55 patients with BC and from 30 patients of the control group, an attempt was made to find out which miRNAs, among the selected ones, are the best potential cancer classifier. The conclusion about the significant influence of individual miRNAs on the classification of patients was formed using the multivariable logistic regression model (a logistic regression model with many explanatory variables). The results are presented in Figure 3 , Table 5 and Supplemental  Table S5 . The Mann-Whitney U test showed that the distribution of miR-130b-3p was not significantly different for high grade (HG), Ta, and TaT1 patients. Only for the low grade (LG) group did all miRNAs have significantly different distributions compared to the control group. Figures 3 and 4 present the results. Mir-205-5p seems to be a good classifier for LG and HG patients and also for Ta and T1 stages. Logistic regression assessed with a backward elimination approach resulted in a pattern of three miRNAs (miR-205-5p, miR-20a-5p and miR-182-5p). For HG, the relevant classifiers are miR-205-5p and miR-20a-5p, which gave an AUC = 0.964, whereas low LG miR-205-5p and miR-182-5p gave an AUC = 0.992. The model classifies HG as well as BC. The results are presented in Figure 4 and Table 6 . LG-low grade. 
Discussion
The progression in bladder cancer is a complex and multifactorial process [21, 22] . In oncology, histopathological examination is still the most important method to determine the diagnosis and classification of tumors; however, current prognosticators such as the tumor grade, stage, size, and multifocality do not accurately reflect clinical outcomes and have limited usefulness for a reliable risk-adjusted therapy decision. At present, there are not enough good markers that could be used as tools to support screening, detecting or monitoring the disease [23, 24] . miRNA is an "attractive candidate" as a potential diagnostic and prognostic biomarker, not only due to its high level of stability in body tissues and fluids but also due to its ability to be quantified in relatively easy and cheap techniques like real-time PCR [25, 26] . Various miRNAs have been identified as important targets in bladder cancer development, but the large number of different expression profiling platforms such as microarrays, miRCURY ready to use PCR, TaqMan Human MicroRNA Probes, and different reference genes used for normalization are the reason that the results are not comparable and it is difficult to put miRNAs into clinical practice. Therefore, obtaining reliable, not biased miRNA expression data is crucial for selecting clinically useful markers.
It is estimated that over 30% of the protein-coding genes in human cells are controlled by miRNAs. One type of miRNA can even control the expression of hundreds of target genes, and one gene can be controlled by numerous miRNAs. These molecules are regarded as the "key" ones in the gene regulatory network. MiRNAs are involved in many significant biological processes, such as apoptosis, proliferation, cell diversification, and oncogenesis. In this study, we compared the expression of selected miRNAs in non-malignant and malignant bladder tissue, and we identified three down-regulated ones (miR-205-5p, miR-182-5p, and mir-145-5p) and two up-regulated (miR-20a-5p and miR-130b-3p).
In previous studies, all of them have been found to be differently expressed in malignant bladder tissue (mainly the underexpression of miR-145-5p and the overexpression of the others), but in this study, the normalization of expression data was performed using miR-103-5p as a reference [25, 26] . An endogenous control, in relation to which we normalized the results of other miRNAs, should, as a rule, show stability in a given tissue. In reality, this is very difficult to achieve, and different groups of researchers choose different controls and obtain different results due to these controls. Ratert at al. confirmed that using RNU6B and RNU48 could lead to seriously biased results regarding miRNA expression analysis [27] . Peltier and Latham found that some miRNAs (including miR-106a and miR-191) were the most consistently expressed across different human tissues [28] . They also observed that RNU6 and RNA5S were the least stable. Hofbauer et al. used two endogenous controls in their research, RNU48 and miR-103-5p, and they achieved satisfactory results [29] . In our research, we followed the results of others, including the possibility of the use of miR-103-5p as an endogenous control in commercial sets (Exiqon, Vedbaek Denmark). The studies of Boisen et al. and Parvaee showed that mir-103-5p expression assessed in isolation from formalin-fixed parafin-embedded (FFPE) cancer tissue was the most stable reference miRNA in colorectal (CRC), pancreatic (PC), and intestinal type gastric cancer [30, 31] .
We subdivided the tumor samples in terms of the low and high grade diseases. The comparison of the miRNAs revealed four significant differentially expressed miRNAs (miR-205-5p, miR-130b-3p, miR-20a-5p, and miR-182-5p). Several studies have implicated miRNAs as prognostic markers for BC. As already shown in previous studies, miR-205-5p expression in normal and tumor samples seems to be coordinated with the mir-8 family. Lenherr found abnormal expression between progressors and non-progressors for several miRNAs including miR-205-5p and miR-20a-5p. Some of the known targets of miR-205-5p include ZEB1/2, PTEN, and VEGFA [32] . The downregulation of miR-205-5p has been linked to the epithelial-mesenchymal transition (EMT) and has been significantly associated with progression in non-muscle invasive BC. However, the results obtained by different research groups are not consistent due to factors that were already-mentioned in the introduction (differences in the chosen methods). Contrary to that, Dip et al. observed that miR-205-5p was overexpressed in pT2-3 stages of BC [33] . In their study, miR-10a-5p overexpression was associated with shorter disease-free and disease specific survival. Ecke et al. did not confirm the statistical significance for differences in the expression of miRNA-205-5p between non-malignant and BC samples, but they detected a statistically significant reduction in the expression of miR-130b-3p (the best discriminator, also shown in our research) [34] . miR-145-5p overexpression inhibited cell proliferation and migration in BC [35] . Moreover, the downregulation of mir-145-5p was found to be directly targeting the TAGLN2 gene (its increased expression promoted cell proliferation and migration). Li et al. also confirmed the correlation between the overexpression of miR-145-5p and poor survival [36] . Unfortunately, we failed to achieve such correlation. Inamoto et al. also confirmed the deregulation of miR-145-5p expression and its association with the aggressive phenotype, but they showed its protective effect. miR-145-5p expression was significantly lower in BC samples and cell lines compared to those in normal bladder tissue [37] . Pignot et al. observed that most of the examined miRNAs were deregulated in the same way in the two types of bladder cancer, irrespective of the pathological stage [38] . In their study, miR-182-5p was downregulated and was found to be related to tumor aggressiveness (associated with both recurrence-free and overall survival in univariate analysis). In our study, the high expression of mir-182-5p and mir-20a-5p correlated with the risk of disease recurrence (Table 4 ; risk higher by 0.06% and 0.0002%, respectively). Urquidi et al. identified a few miRNA set classifiers for predicting the presence of bladder cancer (25 miRNAs, 20 miRNAs, 15 miRNAs, and 10 miRNAs), but none of them included those ones which we found in our study [39] . The authors note that these biomarkers were correlated with the presence of BC, but their association with clinical variables was much less evident. In our opinion, different sets of miRNAs can be suggested as prognostic biomarkers (three: miR-9, mir-183, and mir-200b; two: miR-143 and miR-145); however, until now, only one study had verified the examined miRNAs as independent markers [27] . Ecke et al. identified miR-199a-3p and miR-214-3p as independent prognostic biomarkers for the prediction of overall survival (OS) in MIBC patients after radical cystectomy (RC). They used a combination of four miRNAs (miR-101, miR-125a, miR-148b, and miR-151-5p) or three miRNAs (miR-148b, miR-181b, and miR-874) as endogenous controls. The study was carried out in a formalin-fixed, paraffin-embedded (FFPE) tissue specimen. These markers were not evaluated by us. Ecke at al. also analyzed the expression of miR-205-5a, but they did not confirm its usefulness. It needs to be stressed, however, that the marking was done in FFPE, whereas our tests were carried out in fresh, frozen tumor tissue. Armstrong's results for matched tumor and bio-fluids in BC showed that there is an overlap between the expression of miRNAs in different bio-specimen sources, but overexpression in all three kinds of the biological samples has only been observed for two tested miRNAs (miR-4454 and miR-21) [40] . No correlation has been observed between expression in tumors and plasma exosomes (using the NanoString nCounter microRNA assay technique). In their review, Lee et al. showed a correlation in the changes of the expression of miRNAs isolated from bladder cancer tissues and urine (in multiple results) for only 14 miRNAs, including miR-145, miR-182, and miR-205 [15] . On the other hand, Baumgart et al. observed that nine miRNAs were consistently differently expressed in both invasive cells and their secreted exosomes, but the remaining six miRNAs were only dysregulated in exosomes [41] . The NanoString technique has its advantages, as it does not require the application of any nucleoid acids. However, it is expensive and hardly available. A real-time PCR technique is available, but any obtained result is affected by many factors, such as the kind of tissue, the way of normalization, and the way of analysis.
Receiver operating characteristics analyses showed a good ability to discriminate between non-malignant and malignant tissues for the investigated miRNAs. Based on binary logistic regression using the backward elimination approach, the optimal combination for discriminating healthy people from BC patients is miR-205-5p, miR-20a-5p and miR-182-5p (AUC > 0.9; p < 0.05). Lv et al. Egawa et al. and Liu at al. also confirmed that miR-130b-3p could play a critical role in the development and progression of bladder cancer [42] [43] [44] . Fang et al. found an miR-205-5p area under the receiver-operating characteristics curve value of 0.950 for discriminating BC patients from healthy people and a value of 0.668 for discriminating MIBC from NMIBC [10] . The log-rank test and univariate and multivariate Cox regression analyses did not indicate that high miR-205-5p expression in NMIBC patients was associated with cancer specific survival.
We faced some limitations in our study, one of which was a relatively small group of patients. We only tried to use the samples that were characterized by adequate amounts of tumor cells. It is not easy to obtain a large group of patients with bladder cancer progression who can provide biological material for tests, as such cases constitute the minority in this disease. The applied study technique is relatively cheap and easy. Thus, it could be used for examining chosen markers on a daily basis.
Conclusions
This study follows the strategy "from top to bottom," which means choosing the phenotype of patients (histopathological characteristics and survival) and evaluating the molecular markers of such a phenotype. The goal for the future is the opposite course of analysis, which is "from genotype to phenotype." Based on the detection of diagnostically and prognostically significant differences between normal and cancer samples, we could assess the biological potential of the tumor and its aggressiveness. As a result, we could enable the choice of appropriate therapeutic measures, tailored to individual patients; this is personalized medicine. Finally, we could lengthen a patient's life and improve its quality without offering a radical treatment if it is not necessary. The implementation of miR-205-5p, miR-20a-5p and miR-130b-3p into routine practice can be an alternative to screening or the follow up of treatment effects. Such analyses can help in the search of non-invasive markers, especially since they can also be evaluated in urine or plasma. Our findings could be of clinical importance, but the results should be validated in a bigger group.
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